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between them and the output. Genome and genotype-phenotype mapping are 

described in Fig S1 and table S1 respectively. 

 We performed 50 experiments of fixed goal evolution for G1 and G2, and 50 

experiments for modularly varying goals (in short we term this approach MVG). 

Statistical analysis of the networks for motifs and modularity was based on 77 perfect 

networks (with a fitness equals one) evolved under fixed goal (of the 100 experiments 

for G1 and G2), and 128 perfect networks evolved under MVG. The MVG networks 

were chosen from periods in evolution where perfect adaptation occurred (Fig 1b 

paper).  

 We would like to note that while there are many parameters to set in the 

evolutionary simulations, the results are not sensitive to a specific choice of 

parameters. We got qualitatively similar results under a range of the parameters, such 

as larger populations and smaller mutation rates. In addition, the same simulations 

were run with both a crossover operator and mutations. We received qualitatively 

similar results. 

    

 


